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Supplementary Figure S1. Sequencing quality 

 

 
 
Coverage of sequencing run. a) The DNA concentration after library generation using primers targeting the 
V4 region of the 16S rRNA gene. The red line illustrates the cut-off value at 1.84 ng/µl. All experiments were 
performed in duplicates. b) Rarefaction curve visualizing coverage of reads in all samples. 
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Supplementary Figure S2. Comparison of excluded and included women 

 

 

 
 
Comparison of demographics between women, whose samples produced too few reads and thus were 
excluded as described in supplementary figure 1a (“excluded”, 29 women), compared to women with 
sequencing results (“included”, 54 women). a) Proportion of pre- and postmenopausal women amongst the 
excluded and included women. b) and c) Smoking status of all women (b) and postmenopausal women (c), 
defined as current smokers, previous smokers or women that have never been smokers. d) BMI of included 
and excluded women. e) and f) Comparison of age between excluded and included women, separated for 
pre- and postmenopausal women combined (e) and postmenopausal women alone (f). Statistics are 
calculated using Chi2 test (a-c), and two sample Mann-Whitney U test (d-f). 


